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1. Oligonucleotide for the/ specific 
identification of Staphylococci species haviyA nucleotide 
sequence comprising between 15 and zs/ base pairs, 
preferably between 17 and 250 base ^ira, and which 
presents less than 50% homology with ^e "consensus" £emA 
nucleotide sequence (CNS) of Pig. 3^ 

2. Oligonucleotide >^cording to claim 1 for 
the specific identification of ^aphylococci species having 
a nucleotide sequence con5>ri/ing between 15 and 350 base 
pairs, preferably between vf and 250 base pairs, and which 
presents less than 40% ^nology with the "consensus" femA 
nucleotide sequence (CN^ of Pig- 3- 

3. Oligonucleotide according io claim l or 2 
for the specific identification of Stan^iylococci species 
having a nucleotide sequence comprising/feetween 15 and 350 
base pairs, preferably between 17 and/250 base pairs, and 
which presents less than 30% homolo^ with the ..consensus" 
femfl nucleotide sequence (CNS) x^flJig . 3j 

4. Oligonucleoti/de^acc^ing to any of the 
claims 1 to 3 for the W^^c identification of 
^hylococci species having a nucleotide sequence 
comprising between 15 and/ 350 base pairs, preferably 
between 17 and 250 base pa/re, and which presents less than 
20% homology with the "cynsenaus-' feniA nucleotide sequence 

(CNS) of Fig. 3. 

5. Oligonucleotide yiccording to claim 1. 
being a primer which nucleotide s/quence has between 15 and 
45 base pairs, preferably betwe/n 17 and 25 base pairs. 

6. Oligonucleotide according to claiiQ. 5, 
which is selected fromlKe group consisting of the 
following nucleotide sequ^css 
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- ACAaCAaATGACA.TCATT 

- TAATGAAAQAAATGTQCTTA 

- ACACAACTTCAATTAQAAC 

- AOTATTAGCAAATGCGG 

- ATGCATATTTTCCGTAA 

- CAGCAGATGACATCATT 

- CATCTAAAGATATATTA?^TGGA 

- AGTATTAGCAAATQCGGGTCAC 

- CAAGACAACTTCAATTAGAA 
7. Couple of oligoi^ucleotides for the 

specific auiplification of Staphyloc/occi species consisting 
of two different nucleotide sequences having between 15 and 
45 base pairs, preferably betweei/ 17 and 25 base pairs, and 
which present more than 60% homology with the "consensus " 
15 femA nucleotide sequence {CNs/of Fig. 3 or consisting of 
one nucleotide sequence haying between 15 and 45 base 
pairs, preferably between l/ and 25 base pairs, and which 
presents more than 60% homblogy with the "consensus" femA 
nucleotide sequence (CNS^f/Fig. 3 and the oligonucleotide 
20 of claim 6. yr-^ 

a. Couple/ of oligonucleotides according to 
claim 7 for the specific amplification of Staphj'Iococcl 
species, consisting /f two different nucleotide sequences 
having between 15 a/d 45 base pairs, preferably between 17 
25 and 25 base pairs, /and which present more than 7 0% homology 
with the "consensus" femA nucleotide sequence (CNS) of 
Pig. 3 or consd/eting of one nucleotide sequence having 
between 15 and/45 base pairs, preferably between 17 and 25 
base pairs, arid which presents more than 70% homology with 
30 the "coneens/s" fsjnA nucleotide sequence (CNS) of Pig. 3 
and the oligbnucleotide of claim 6. 

d. Couple of oligonucleotides according to 
claim 7 /or a for the specific amplification of 
St^phylo(/occi species, consisting of two different 
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nucleotide sequences having between 15 and 45 base pairs, 
preferably between 17 and 25 base pairs, and /which present 
more than 80% homology with the "consensue" jemA nucleotide 
sequence (CNS) of Pig- 3 or consisting of /one nucleotide 
sequence having between 15 and 45 base oaira, preferably 
between 17 and 25 base pairs, and which otesents more than 
80% homology with the "consensus" feinA nucleotide sequence 
(CNS) of Fig. 3 and the oligonucleotide ybf claim 6. 

10. Couple of oligonucleotides according to 
any one of the c laims, 7 to 9 for the specific amplification 
of Staphylococci apecies, consietiAig of two different 
nucleotide sequences having between/ 15 and 45 base pairs, . 
preferably between 17 and 25 base 6airs, and which present 
more than 90% homology with the "cbneensus" femA nucleotide 

15 sequence (CNS) of Fig. 3 or consisting of one nucleotide 
sequence having between 15 andy45 base pairs, preferably 
between 17 and 25 base pairs,/ afld^hich presents more than 
90% homology with the "consen^" femA nucleotide sequence 
(CNS) of Fig. 3 and the oligonucleotide of claim S. 

11. Couple of/ oligonucleotide according to 
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any one of the claima_7 to 10, wherein the oligonucleotides 
having between 15 and 45 b4ee pairs, preferably between 17 
and 25 base pairs, and which present more than SO, 70, 80 
or 90% homology with /the "consensus" femA nucleotide 
25 sequence (CNS) of Pig'. 3 are selected from the group 
consisting of the folloswing nucleotide sequences: 
ANAATGAANTTTACNAA'JTTNACNOCNAIIAQANTT 

and more particularly TAATGAAQTTTACAAAATTT or 
TAATGAAGTTTACNAAATTT 
30 - ATaNCNNANAGNCATITTlTACNCANA 

and more particularly TQCCA.TATAGTCATTTACGC 
TAQTNGGNATNAANAANAANNATAANGANGTNATTOC 
GTNCCNGTNATG^UUIlNTNTTNAANTANTTTTATTC 
AATGCNGONNAijaATTaG 
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\TGC3TAATGftATTAC 
(JGGTGG 
feATTAANTATQC 
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GMAANNCaJAANACNAAAAAAGTNNANAANAATGGNGTNAAAGT 
and mora particularly aaaaAGt/caaaaaatog and 
AAAAA.GTACAAAAAATGG 

AAaANaANNTNCCNATNTTNNGOTCATTNATGGAI0ATAC 
TATATNNANTTTGATOANTA 

aanganatmganaaangnccnganaan; 

and more particularly/ AAAGATATTGAAAAACGA, 

AAAGATATTGAAAAGAQACC, AJjAGATATCG&QAAAGAC and 

AAAGACATCGACAAGCGT . 
AMCATGGNAANGAATTACCNAT 
and mora particularly 
AATCCNTNTGAAGINGTNTANT. 

agntatgcnntncaatgg: 

tttamgangangqjgaagatqnnggngtnntnaa^ 
and more particular^ tttacTGAAGATGCTGAAGA 
GTTGGNQANTTNNTN, 

and more particularly GTTGGTGACTTTATTAAACC 
ATGAAATTTAC^GAGirTAA 

12. Oligonucleotide having between 15 and 45 
base pairs, preferably between l/ and 25 base pairs, 
which is selected from the g^up consisting of the 
following nucleotide aequencea/ 
ANAATGAAirrTTACNAATTTNACNGCNAKaGANTT 

and more particul^li/ TAATGAAGTTTACAAAATTT or 
TAATGftAGTTTACNAAATTT 
ATGNCNNANAGNCATTTNAC ^ 

and. more particular;^ tgcCATATAGTCATTTACGC 
TAGTNGGN^lTNAANAAjak^NNATAANGANGTNATTaC 
GTNCCNGTNATGAAAljmTTTNAANTANTTTTATTC 
AATOCa:GGNNANGWrTG3 
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atTAANNaNAANACNAAAAAAGTNNANAANAATaONG^'AAAGT 
and TPore particularly AAAA^TTCAAAAAATGG 
AAAf^GTACftAAAAATOa 

AAGANGANNTNCCNATNTTNNGNTCATTNAT^GANGATAC 

TATATNNANTTTGATQANTA 
AANGANATNGANAAANGNCCN< 

and more particu^rly aaaGATATTGAAAAACGA, 



AAAGATATCGAGAAAGA.C 



and 



AAAGATATTGAAAAGAGACC . 

aaagacatcgacaagcgt . 
10 - ancatqgnaangaattacc 

AATCCa^TNTQAAGTNGTN'H^TANGCNGOTGO 

- AGNTATQCmiTNCAATGjSbJNATGATTAANTATGC 

- TTTANNGANGANGCNC^GATGNNGGNGTNNTNAANTTNAAAAA 
and more parti^larly TTTACTGAAGATGCTGAAGA 

15 - GTTGGNGANTTNNTHAAACC 

and more o^ticularly gttqgtqactttATTAAACC 
ATGAAATTTACAGAGTTAA 

13. Identification and/or quantification 
method of a Staphylococci species, whic^ may present 
20 resistance to antibiotics and which i/ present in a 

( I sample, said method comprising the ste/e of : 

^ - obtaining a nucleotide sequence fro/ a staphylococci 
species present in the earnple, 

- amplifying said nucleotide eequenc/ with the couple of 
25 oligonucleotides according to ^ny/one of the claims 7 to 

11, and 

- identifying and possibly (qfilUdying the specific 
Staphylococci species : 

- by reverse hybridisation of the amplified 
30 nucleotide sequenjz4 with one or more 

oligonucleotide (s) /according to any one of the 
claims 1 to 6 v^ich is (are) specific of said 
Staphylococci sp/cies and is (are) immobilised on a 
solid support 
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- by a comparative measure of the lejigth of the 
amplified nucleotide sequence. 

14. Diagnostic device for the identification 
of Staphylococci species comprising the oligonucleotide or 
the couple of oligonucleotides according any one of the 
preceding claims 1 to 11 and poBsibl^ all the media 
necessary for the identification of an /amplified sequence 
of said Staphylococci species through any one of the 
methods selected from the group coiisl sting of in situ 
hybridisation, hybridisation on J solid support, in 
solution on dot blot, Northern blot/, Southern blot, probe 
hybridisation by the use of an ifeotopic or non-iaotopic 
label, genetic amplification or aAixture thereof. 
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15. ffifliA genetic seCquence which presents more 
than 90% homology with a nucleofcide or amino acid sequence 
selected from the group consisting of the sequence SEQ ID 
NO 40, SEQ ID NO 41, SEQ ID l/o 42, SBQ ID NO 43, SEQ ID NO 
44, SEQ ID NO 45, SEQ TEKNO/^S, SBQ ID NO 47, SBQ ID NO 48, 
SEQ ID NO 49, SEQ ID n/ S^/ SEQ 3D NO 51, SEQ ID NO 52, SBQ 
ID NO 53 and SEQ ID NC _ 

16 » Oene\i^ sequence according to claim 14, 

being the nucleotide sequence SEQ ID NO 40. 

17. Gen/tic sequence according to claim 14, 
being the amino acid/sequence SEQ ID NO 41. 

18. ainetic sequence according to claim 14, 
being the nucleotide sequence SEQ ID NO 42, 

19. /Genetic sequence according to claii? 14, 
being the amino Acid sequence SBQ ID NO 43. 

2/. Genetic sequence according to claim 14, 
being the nucleotide sequence SEQ ID NO 44. 

'21. Genetic sequence according to claim 14, 
being the an)^no acid sequence SEQ ID NO 45. 

22. Genetic sequence according to c laim 14, 
being the Nucleotide sequence SEQ ID NO 4S. 
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23. Genetic sequence according 
being the amino acid sequence SEQ ID NO 47^ 

24. Genetic sequence according 
being the nucleotide sequence SEQ ID NO 4 

25. Genetic sequence acco/ding 
being the amino acid sequence SEQ ID mU9 . 

26. Genetic sequence aofcording 
being the nucleotide sequence SEQ ID/NO 50, 

27 • Genetic sequenc 
being the amino acid sequence 

28. Genetic se. 
being the nucleotide sequen 

29* Genetic t 



ID 



according 

NO 51. 
.according 
NO 52. 
.ence according 



ice 



IS 



being the amino acid sequence SEQ ID NO 53. 

30. Genetic Sequence according 
being the nucleotide seqi^nce SEQ ID NO 54. 



to claim 14, 
to clAim 14, 
to claim 14, 
to claim 14 , 
to claim 14, 
to claim 14, 
to claim 14, 
to claim 14, 



